SUPPLEMENTARY FIGURES
. Histograms of P-values under the null hypothesis for all methods applied on three real data sets and BP simulated data set. The values in the plot are from one replicate. Figure S2 . Rediscovery rate of DE isoforms in three real scRNA-seq datasets under the alternative hypothesis calculated among the top 5%, 10%, 20% DE isoforms (or genes for NPCs data set). The isoforms are splited into two groups based on expression levels. Highly expressed isoforms refer to the isoforms with an estimated expression above 1 TPM in more than 25% of the cells, and the rest are lowly expressed isoforms. . Rediscovery rate of DE isoforms in the two supplementary scRNA-seq data sets under the null hypothesis calculated among the top 5%, 10%, 20% DE isoforms. The isoforms are splited into two groups based on expression levels. Highly expressed isoforms refer to the isoforms with an estimated expression above 1 TPM in more than 25% of the cells, and the rest are lowly expressed isoforms. A and C are from SRP073808, B and D are from GSE62270. Figure S8 . Rediscovery rate of DE isoforms in the two supplementary scRNA-seq data sets under the alternative hypothesis calculated among the top 5%, 10%, 20% DE isoforms. The isoforms are splited into two groups based on expression levels. Highly expressed isoforms refer to the isoforms with an estimated expression above 1 TPM in more than 25% of the cells, and the rest are lowly expressed isoforms. A and C are from SRP073808, B and D are from GSE62270.
